. Genomics analysis of PI3k/AKT in HNSCC by the cBio Cancer Genomics Portal. (A) Oncomap indicates the frequency (%) of alterations for PIK3CA, AKT1 and AKT2 genes in the TCGA-HNC cohort (n = 191), based on whole-exome sequencing data (http://www.cbioportal.org/). The boxplots show the association of protein levels and copy number variations as well as mutation status in PIK3CA (B,E), AKT1 (C,F) and AKT2 (D,G) genes. Differences in overall survival between subgroups with or without alterations in PIK3CA, AKT1&2 genes are plotted by Kaplan-Meier graph (H). Table S1 . analysis for pERK1/2 and pAKT (Ser473) expression and clinicopathological features (n = 109). 
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